We propose adoption by journals of the GenBank sequence deposition model, requiring a statement in the manuscript identifying a repository and accession number at the time of submission, with the record embargoed until acceptance of the paper. To facilitate the tasks of journal staff, reviewers and repository curators, this statement could be positioned on the manuscript title page where other essential information is typically found. Lastly, improved communication between repositories and journals would ensure that dataset embargoes are lifted in a timely manner after acceptance of the paper.
1. Anonymous. Thou shalt share your data. Nat. Methods 5, 209 (2008) . 2. Brazma, A. et al. Minimum information about a microarray experiment (MIAME)-toward standards for microarray data. Nat. Genet. 29, 365-371 (2001 The rate of deposition of datasets was less than 50% ( Fig. 1 and Supplementary Data online), indicating that many researchers do not deposit datasets and/or many journals are not positioned to give effect to their own policies on deposition. Regrettably, federal funding institutes are not empowered to facilitate this process.
A notable obstacle to deposition in public microarray repositories is the effort required to deposit these data, which, owing to their highly contextual nature, have a more complex metadata structure than sequence data. This impediment persists even as repositories strive to simplify submissions while encouraging compliance with minimum information about a microarray experiment (MIAME) 2 standards. Although microarray datasets are most useful to bioinformaticians in their raw, unnormalized forms, which facilitate cross-comparison with other datasets, processed datasets are more useful to the bench scientist. Moreover, unless a description of the experimental details is available, neither form of the data are biologically interpretable.
We accordingly urge repositories to require deposition by authors of (i) at least MIAME-compliant metadata and, where possible, as detailed a set of experimental parameters as is required to make the data fully interpretable, (ii) the raw unnormalized intensity values, and (iii) processed, normalized expression values. In the version of this article initially published, the e-mail address of the corresponding author Neil J. McKenna was incorrect. The correct e-mail address should be nmckenna@bcm.edu. The error has been corrected in the HTML and PDF versions of the article.
